Figure 1 



i 

ATGGCTCCCTTAGCCGAAGTCGGGGGCTTTCTGGGCGGCCTGGAG 
MetAlaProLeuAlaGluValGlyGlyPheLeuGlyGlyLeuGlu 

46 

GGCTTGGGCCAGCAGGTGGGTTCGCATTTCCTGTTGCCTCCTGCC 
GlyLeuGlyGlnGlnValGlySerHisPheLeuLeuProProAla 

91 

GGGGAGCGGCCGCCGCTGCTGGGCGAGCGCAGGAGCGCGGCGGAG 
GlyGluArgProProLeuLeuGlyGluArgArgSerAlaAlaGlu 

136 

CGGAGCGCGCGCGGCGGGCCGGGGGCTGCGCAGCTGGCGCACCTG 
ArgSerAlaArgGlyGlyProGlyAlaAlaGlnLeuAlaHisLeu 

181 

CACGGCATCCTGCGCCGCCGGCAGCTCTATTGCCGCACCGGCTTC 
HisGlylleLeuArgArgArgGlnLeuTyrCysArgThrGlyPhe 

226 

CACCTGCAGATCCTGCCCGACGGCAGCGTGCAGGGCACCCGGCAG 
HisLeuGlnlleLeuProAspGlySerValGlnGlyThrArgGln 

271 

GACCACAGCCTCTTCGGTATCTTGGAATTCATCAGTGTGGCAGTG 
AspHisSerLeuPheGlylleLeuGluPhelleSerValAlaVal 

316 

GGACTGGTCAGTATTAGAGGTGTGGACAGTGGTCTCTATCTTGGA 
GlyLeuValSerlleArgGlyValAspSerGlyLeuTyrLeuGly 

361 

ATGAATGACAAAGGAGAACTCTATGGATCAGAGAAACTTACTTCC 
MetAsnAspLysGlyGluLeuTyrGlySerGluLysLeuThrSer 

406 

GAATGCATCTTTAGGGAGCAGTTTGAAGAGAACTGGTATAACACC 
GluCysIlePheArgGluGlnPheGluGluAsnTrpTyrAsnThr 

451 

TATTCATCTAACATATATAAACATGGAGACACTGGCCGCAGGTAT 
TyrSerSerAsnlleTyrLysHisGlyAspThrGlyArgArgTyr 

496 

TTTGTGGCACTTAACAAAGACGGAACTCCAAGAGATGGCGCCAGG 
PheValAlaLeuAsnLysAspGlyThrProArgAspGlyAlaArg 

541 

T C C AAG AGG CAT C AG AAAT T T AC AC AT TT C T T A C C TAG AC C AG T G 
SerLysArgHisGlnLysPheThrHisPheLeuProArgProVal 

586 

GATCCAGAAAGAGTTCCAGAATTGTACAAGGACCTACTGATGTAC 
AspProGluArgValProGluLeuTyrLysAspLeuLeuMetTyr 

631 

ACT 
Thr 
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Figure 2 


Query : 


170 


Sbjct : 




Query : 


230 


Sbjct : 


62 


Query : 


290 


Sbjct : 


122 


Query: 


350 


Sbjct : 


182 


Query: 


410 


Sbjct : 


242 


Query : 


470 


Sbjct : 


302 


Query : 


530 


Sbjct : 


362 


Query: 


590 


Sbjct : 


422 



TGGCGCACCTGCACGGCATCCTGCGCCGCCGGCAGCTCTATTGCCGCACCGGCTTCCACC 



229 



TGGATCATTTAAAGGGGATTCTCAGGCGGAGGCAGCTATACTGCAGGACTGGATTTCACT 6 1 
TGCAGATCCTGCCCGACGGCAGCGTGCAGGGCACCCGGCAGGACCACAGCCTCTTCGGTA 2 8 9 

I | Ml | Ml I II I I Mill Ml M I M 1 1 1 1 1 1 1 1 II II I 

TAGAAATCTTCCCCAATGGTACTATCCAGGGAACCAGGAAAGACCACAGCCGATTTGGCA 12 1 
TCTTGGAATTCATCAGTGTGGCAGTGGGACTGGTCAGTATTAGAGGTGTGGACAGTGGTC 3 4 9 

I | Ml Ml II 1 1 II I 1 1 INI II II Mill I III MM II II II III II I 

TTCTGGAATTTATCAGTATAGCAGTGGGCCTGGTCAGCATTCGAGGCGTGGACAGTGGAC 1 8 1 
TCTATCTTGGAATGAATGACAAAGGAGAACTCTATGGATCAGAGAAACTTACTTCCGAAT 4 0 9 



GCATCTTTAGGGAGCAGTTTGAAGAGAACTGGTATAACACCTATTCATCTAACATATATA 46 9 

I Mill M Mill Mill 1 1 i M 1 1 1 1 1 1 II II II II IN HUM 



AACATGGAGACACTGGCCGCAGGTATTTTGTGGCACTTAACAAAGACGGAACTCCAAGAG 52 9 
I I I I MINIM I I II I III III I M Mill II M II I I I I 



ATGGCGCCAGGTCCAAGAGGCATCAGAAATTTACACATTTCTTACCTAGACCAGTGGATC 



I I 



589 



SHEET 2 OF 10 




Figure 3 

>gb:GenBank accession number -ID : AB02 0 858 | acc : AB020 85 8 Homo sapiens genomic DNA of 
p21.3-p22 anti-oncogene of hepatocellular colorectal and non-small cell lung cancer , 
segment 1/11 - Homo sapiens, 100000 bp. 

Minus Strand HSPs : 



A. 

Score = 1430 (214.6 bits), Expect = 1.6e-126, Sum P(3) = 1.6e-126 
Identities = 288/289 (99%), Positives = 288/289 (99%), Strand = Minus / Plus 



Query: 


289 


TACCGAAGAGGCTGTGGTCCTGCCGGGTGCCCTGCACGCTGCCGTCGGGCAGGATCTGCA 


230 


Sbj ct : 


15927 


IIIIIIIIIIMMIIIMIIIIIIIIIIIIIIIIIIMIIMIIIIMIIIIIIIIIII 

TACCGAAGAGGCTGTGGTCCTGCCGGGTGCCCTGCACGCTGCCGTCGGGCAGGATCTGCA 


15986 


Query: 


229 


GGTGGAAGCCGGTGCGGCAATAGAGCTGCCGGCGGCGCAGGATGCCGTGCAGGTGCGCCA 

, 'i 1 ;i i ' lllllllllllllllllllllllll 


170 


Sbjct : 


15987 


GGTGGAAGCCGGTGCGGCAATAGAGCTGCCGGCG - CGCAGGATGCCGTGCAGGTGCGCCA 


16045 


Query: 


169 


GCTGCGCAGCCCCCGGCCCGCCGCGCGCGCTCCGCTCCGCCGCGCTCCTGCGCTCGCCCA 


110 


Sbjct : 


16046 


MIIIIIIIIIIIIIIIMMIIMIIIIIIIMMIMMMINIIMIIIIIIIIII 

GCTGCGCAGCCCCCGGCCCGCCGCGCGCGCTCCGCTCCGCCGCGCTCCTGCGCTCGCCCA 


16105 


Query: 


109 


GCAGCGGCGGCCGCTCCCCGGCAGGAGGCAACAGGAAATGCGAACCCACCTGCTC 


50 


Sbjct : 


16106 


gcagUgcggccg^ 


16165 


Query : 


49 


AGCCCTCCAGGCCGCCCAGAAAGCCCCCGACTTCGGCTAAGGGAGCCAT 1 




Sbjct : 


16166 


IIIIIIIIIIIIIIIIIMMMIIMIIIIIIIMIIIMIIMIMI 

AG C C CT C CAGGC CG C CCAGAAAGC C C C CGAC TT CGG C TAAGGGAGC CAT 16214 





B. 



Score = 1224 (183.6 bits), Expect = 1.6e-126, Sum P(3) = 1.6e-126 
Identities = 250/255 (98%), Positives = 250/255 (98%), Strand = Minus / Plus 



Query : 


633 


AGTGTACATCAGTAGGTCCTTGTACAATTCTGGAACTCTTTCTGGATCCACTGGTCTAGG 


574 


Sbjct : 


7257 


MIIIIIIIIIIIIIIIIIIMMIIIIIMIIIIIIMIIIMIIIIIIIIIIIIMII 

AGTGTACATCAGTAGGTCCTTGTACAATTCTGGAACTCTTTCTGGATCCACTGGTCTAGG 


7316 


Query: 


573 


TAAGAAATGTGTAAATTTCTGATGCCTCTTGGACCTGGCGCCATCTCTTGGAGTTCCGTC 


514 


Sbjct : 


7317 


tJJLIJJJvtc 


7376 


Query: 


513 


TTTGTTAAGTGCCACAAAATACCTGCGGCCAGTGTCTCCATGTTTATATATGTTAGATGA 


454 


Sbjct : 


7377 


tttgtt]JIct 


7436 


Query : 


453 


ATAGGTGTTATACCAGTTCTCTTCAAACTGCTCCCTAAAGATGCATTCGGAAGTAAGTTT 


394 


Sbjct : 


7437 


IIIIIMMIIIMIIIIIIIIIIIIIIIIIIIIIIIIIIMIIMMMIIIIIMIII 

ATAGGTGTTATACCAGTTCTCTTCAAACTGCTCCCTAAAGATGCATTCGGAAGTAAGTTT 


7496 


Query: 


393 


CTC - TGATCCATAGA 380 




Sbjct : 


7497 


III III 1 Ml 

CTCCTGAAAGAGAGA 7511 
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Figure 3 (cont.) 
C. 



Score = 530 (79.5 bits}, Expect = 1.6e-126, Sum P(3) = 1.6e-126 
Identities = 106/106 (100%) , Positives = 106/106 (100%) , Strand = Minus / Plus 



Query : 


391 


CTGATCCATAGAGTTCTCCTTTGTCATTCATTCCAAGATAGAGACCACTGTCCACACCTC 3 3 2 


Sbjct : 


9837 


IIIIIIIIIIMIIIIIIIIIIIIIIIIIIMIIIMMIIIIIIIIIMMIMIIIM 

CTGATCCATAGAGTTCTCCTTTGTCATTCATTCCAAGATAGAGACCACTGTCCACACCTC 9 8 96 


Query : 


331 


TAATACTGACCAGTCCCACTGCCACACTGATGAATTCCAAGATACC 2 86 


Sbjct : 


9897 


IIMIIMIIIIIIIMIIIIIIIIMIIIIIMIIIIIIMIIII 

TAATACTGACCAGTCCCACTGCCACACTGATGAATTCCAAGATACC 9 94 2 
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Figure 5 

ptnr:SWISSPROT-ACC:P31371 GLIA- ACTIVATING FACTOR PRECURSOR (GAF) (FIBROBLAST GROWTH 
FACTOR-9) (FGF-9) (HBGF-9) - HOMO SAPIENS (HUMAN), 208 aa . Identities = 147/208 (70%), 
Positives = 170/208 (81%) 



Query 1 MAPLAEVGGFLGGLEGLGQQVGSHFLLPPAGERPPLLGERRSAAERSARG-GPGAAQLAH 5 9 

I I I I I I I + I + + I- -II + I II + + l M i I 

Sbjct: 1 MAPLGEVGNYFGVQDAV- - PFGNVPVLPV- - DSPVLLSDHLGQSEAGGLPRGPAVTDLDH 56 

Query 60 LHGILRRRQLYCRTGFHLQILPDGSVQGTRQDHSLFGILEFISVAVGLVS IRGVDSGLYL 119 

I IlillllllilllllH M++IIIMM IIIIIIIMIMIIMIIIIMII 

Sbjct: 57 LKGILRRRQLYCRTGFHLEIFPNGTIQGTRKDHSRFGILEFIS I AVGLVS IRGVDSGLYL 116 

Query 120 GMNDKGELYGSEKLTSECIFREQFEENWYNTYSSNIYKHGDTGRRYFVALNKDGTPRDGA 179 

IIMMIIIIIIII il+llllllilllllllll+lll IIIIIMIIIMIIIM 

Sbjct: 117 GMNEKGELYGSEKLTQECVFREQFEENWYNTYSSNLYKHVDTGRRYYVALNKDGTPREGT 176 

Query: 180 RSKRHQKFTHFLPRPVDPERVPELYKDLL 208 

Mlllilllllllll!l++llllilM 
Sbjct: 177 RTKRHQKFTHFLPRPVDPDKVPELYKDIL 2 05 
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Figure 6 



Length = 208 

Plus Strand HSPs : 

Score = 775 (272.8 bits), Expect = 3.4e-76, P = 3.4e-76 
Identities = 147/208 (70%), Positives = 170/208 (81%), Frame = +1 



Query: 


1 


Sbjct : 


1 


Query: 


60 


Sbjct : 


57 


Query: 


120 


Sbjct : 


117 


Query: 


180 


Sbjct : 


177 



6 0 LHG I LRRRQLYCRTGFHLQ I LPDGS VQGTRQDHSLFG I LEF I SVAVGLVS I RGVDSGLYL 119 

I IIIIIIIIIIIIIIIM M++IMI + III llilllll+lllllilillllllli 

5 7 LKGILRRRQLYCRTGFHLEIFPNGTIQGTRKDHSRFGILEFISIAVGLVSIRGVDSGLYL 116 
12 0 GMNDKGELYGSEKLTSECIFREQFEENWYNTYSSNIYKHGDTGRRYFVALNKDGTPRDGA 179 

IIMIIIIIIIIII IMIIIIIIIIIIIIIIMII lillll+lllillllll+l 

117 GMNEKGELYGSEKLTQECVFREQFEENWYNTYSSNLYKHVDTGRRYYVALNKDGTPREGT 176 
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Figure 7 

Length = 208 

Plus Strand HSPs : 

Score = 775 (272. 8 bits), Expect = 3.4e-76, P = 3.4e-76 
Identities = 147/208 (70%), Positives = 170/208 (81%), Frame = +1 



Query : 


1 


Sbjct : 


1 


Query: 


60 


Sbjct: 


57 


Query: 


120 


Sbjct: 


117 


Query: 


180 


Sbjct : 


177 
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Figure 8 

FGF-CX Query Length = 211 
XFGF-20 Sbjct Length = 208 



Plus Strand HSPs : 

Score = 906 (318.9 bits), Expect = 4.4e-90, P = 4.4e-90 
Identities = 170/211 (80%), Positives = 189/211 (89%), Frame = +1 

Query 1 MAPLAEVGGFLGGLEGLGQQVGSHFLLPPAGERPPLLGERRSAAERSARGGPGAAQLAHL 6 0 

IIIII + U MM + Ml I I M I 1 i I I + I I + + +1 I +1 I + l + M 

Sbjct: 1 MAPLADVGTFLGGYDALGQ- VGSHFLLPPAKDSPLLFNDPLAQSERLSRSAP- - SDLSHL 57 

Ouerv 61 HGILRRRQLYCRTGFHLQILPDGSVQGTRQDHSLFGILEFISVAVGLVSIRGVDSGLYLG 120 

M M M M M M M M M M M + M M M M I M M M M M + M M M M Ml M I 

Sbjct: 58 QGILRRRQLYCRTGFHLQILPDGNVQGTRQDHSRFGILEFISVAIGLVSIRGVDTGLYLG 117 

Ouerv 121 MNDKGELYGSEKLTSECIFREQFEENWYNTYSSNI YKHGDTGRRYFVALNKDGTPRDGAR 180 

Y * MMMMIM M M M M M M M M + l M M + M M M M M M I M M I 

Sbjct: 118 MNDKGELFGSEKLTSECIFREQFEENWYNTYSSNLYKHGDSGRRYFVALNKDGTPRDGTR 177 



Query 181 SKRHQKFTHFLPRPVDPERVPELYKDLLMYT 211 

+ M M M M M M U M M M M M 1 + 1 + 

Sbjct: 178 AKRHQKFTHFLPRPVDPEKVPELYKDLMGYS 208 
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